Constraint matching as a means of designing biochemical experiments in multi-enzyme systems.
A method of qualitative analysis by constraint matching, where expectations derived from theory or from data bases are systematically compared against experimental findings, is described. This was originally developed as an artificial intelligence technique to analyze enzyme kinetic mechanism determinations. It is shown to have been used (without computer involvement) in designing experiments involving a few enzymes, and is suggested as a useful experimental design tool. The experiments in question validate the behavior of insulinoma extracts as models for pancreatic islet glycolysis, which conform to the expectations from the relevant enzyme literature. Possible generalization to other areas of biological research is suggested.